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ABSTRACT Objective: To determine the genetic relationship between Cordyceps gunnii and Cordyceps hawkesii, we conducted a
comparative study of the rDNA ITS (Internal Transcribed Sequence )regions of sources fungi and COI (cytochrome oxidase subunit I, cell
pigment oxidation enzyme subunits I ) gene of hostinsects. Methods: On the basis of properties research of Cordyceps gunnii and
Cordyceps hawkesii., The IDNA ITS (Internal Transcribed Sequence) regions of sources fungi and COI (cytochrome oxidase subunit I,
cell pigment oxidation enzyme subunits I ) gene of hostinsects were amplified and sequenced.The sequences were analyzed and
compared with sequences in Genbank database. Results: For sequences of rDNA ITS regions of sources fungi and COI gene of
hostinsects ,there are high similarities between Cordyceps gunnii and Cordyceps hawkesii. Conclusions: Close relationship exists in
Cordyceps gunnii and Cordyceps hawkesii.
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Table 1 Sample information
Name of species Experiment number Specimen number Time of collection place of origin or supplyer
W1 507-064 2009-05
w2 507-072 2009-05
W3 507-085 2009-10
W4 507-097 2005
W5 507-098 2006
Cordyceps gunnii w6 507-100 2008
A\ 507-105 2007
W8 507-159 2009-06
w9 507-174 2010.07.06
W10 507-175 2010.07.06
Y1 cc100523-035 2010-05
Y2 cc100523-036 2010-05
Y3 cc100618-027 2010-06
Y4 cc100618-028 2010-07
Cordyceps Y5 507-060 2009-05
hawkesii Y6 507-076 2009-07
Y7 507-092 -
Y8 507-093 2008
Y9 507-096 2005
Y10 507-157 -
1.3.2 ITS ITS ITS4 5'-TC- 132 o ABI Veriti PCR 95C
CTCCGCTTATTGATATGC-3" ITSS 5'GGAAGTAAAAGTCG- 4min 30 95C 4min ~ 95°C30sec 56°C
TAACAAGG-3'1 . PCR 30sec 72°C 1min 30 72°C 7min,,
25wl 5% PrimeSTAR PCR buffer 2.5 ul 2.5 mmol/L PCR
dNTPs 2 pl 10 wmol/L 0.5 pl PrimeSTAR HS DNA o
Polymerase 0.2 pl DNA 25 ng ddH,O © s
ABI Veriti PCR 95C 4 min
95°C30 sec 52°C30sec 72 ‘C1 min 30 2.1
72°C 7min, PCR Cordyceps
R hawkesii Gray
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Table 2 Morphological comparison of Cordyceps hawkesii and Cordyceps gunnii

Cordyceps hawkesii Cordyceps gunnii

) o Growing from the head of the larva corpse ,always has o B
stroma Insertion position . It is similar to Cordyceps hawkesii
single stroma

Ascogenous portion Columnar or clavate It is similar to Cordyceps hawkesii
Transverse section Peritheciums are all within the stroma It is similar to Cordyceps hawkesii
caterpillar Colour Brown to chocolate Deepyellow to yellowish-brown
Veins Veins of the dorsal part are clear Veins of the dorsal part are not clear
Pinaculum character Pinaculums are brown and thick not clear
Abdominal leg A little embossed The apical view is oblateness A little embossed or not clear

1 Appearance of Cordyceps hawkesii and Cordyceps gunnii
Left: Cordyceps hawkesii ~ Right: Cordyceps gunnii
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Fig2 Sequence alignment of COI from hostinsect
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